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The title compound, C 13 H 12 ClNO 4 , is approximately planar, with a dihedral angle of 8.23 (4) between the mean plane of the aminomethylene unit and the planar part of the dioxane ring. The dioxane ring has a half-boat conformation, in which the C atom between the dioxane O atoms is À0.464 (8) Å out of the plane of the other five atoms. In the molecule there is an intramolecular N-HÁ Á ÁO hydrogen bond, involving the NH H atom and the adjacent dioxane carbonyl O atom. In the crystal, weak intermolecular C-HÁ Á ÁO hydrogen-bonding contacts, result in the formation of sheets parallel to the ab plane.
Related literature
For the synthesis of related compounds, see: Cassis et al. (1985) . For the synthesis of related antitumor precursors, see: Ruchelman et al. (2003) . For details of the formation of quinolin-4-ol derivatives by thermal cracking, see: De et al. (1998) . For the structure of 5-(aminomethylene)-2,2-dimethyl-1,3-dioxane-4,6-dione, see: da Silva et al. (2006) . Table 1 Hydrogen-bond geometry (Å , ).
Experimental
Symmetry code: (i) Àx þ 1; Ày þ 1; Àz þ 1.
Data collection: DIFRAC (Gabe & White, 1993) ; cell refinement: DIFRAC; data reduction: NRCVAX (Gabe et al., 1989) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 1997) ; software used to prepare material for publication: SHELXL97 and PLATON (Spek, 2009) . Quinolin-4-ol is an important model compound in the field of medicinal chemistry, and the synthesis of related compounds has been described previously (Cassis et al., 1985) . These compounds have been used as precursors for antitumor agents (Ruchelman et al., 2003) . 2,2-dimethyl-5-((phenylamino)methylene)-1,3-dioxane-4,6-diones are the key intermediates to synthesize the quinolin-4-ol derivatives by thermal cracking (De et al., 1998) . The crystal structure of one such precursor, 5-(Aminomethylene)-2,2-dimethyl-1,3-dioxane-4,6-dione, has been descibed previously (de Silva et al., 2006) .
5-(4-Chloroanilinomethylene
The title compound ( Fig. 1) is approximately planar with a dihedral angle of 8.23 (4)° between the connecting aminomethylene unit and the planar part of the dioxane ring. Apart from that, the dioxane ring of the title compound exhibits a halfboat conformation, in which the C atom (C39) between the dioxane O-atoms is -0.464 (8) Å out-of-plane of the other five atoms. The molecule has an intramolecular N-H···O hydrogen bond which can stabilize the planar conformation (Table 1 ).
In the crystal the molecules stack in layers along the [001] direction (Fig. 2) .
Experimental 4-chlorobenzenamine(10 g,79.4 mmol), 2,2-dimethyl-1,3-dioxane-4,6-dione(13.6 g,94.1 mmol) and triethoxymethane(14 g,94.1 mmol) were suspended in ethanol at 363 K for 30 min. The white precipitate that formed was filtered off and recrystallized from acetone, giving colourless block-like crystals, suitable for X-ray diffraction analysis.
Refinement
The NH H-atoms was located in a difference electron-density map and free refined: N-H = 0.90 (4) Å. The remainder of the H atoms were positioned geometrically (C-H = 0.93-0.96 Å) and refined using a riding model, with U ĩso (H) = 1.2 or 1.5U eq (C). Fig. 1 . The molecular structure of the title compound, with displacement ellipsoids drawn at the 30% probability level. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Figures

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Cl1 0.05313 (6) 0.85662 (7) 0.57925 (14) 0.0831 (4) 
